ABSTRACT The hospital-acquired methicillin-resistant Staphylococcus aureus (HA-MRSA) strain WCUH29 has been intensively and widely used as a model system for identification and evaluation of novel antibacterial targets and pathogenicity. In this announcement, we report the complete genome sequence of HA-MRSA WCUH29 (NCIMB 40771).
short DNA reads. It corrected 1 single base and inserted 29 1-bp indels genome-wide. By comparing the sequencing to 48 known S. aureus genomes, such as those of N315, MW2, Mu3, Mu50, COL, and MSSA476, we determined the origin of replication and reorganized the genome sequence to start from the origin of replication. Since we did not identify overlapping sequences, we used an "N" to fill the junction between the original start and end positions. The final assembly harbors a circular chromosome of 2,909,904 bp with a GϩC content of 32.9%.
The Rapid Annotation Transfer Tool (RATT; time-stamp, 14 December 2011) (15) was used to annotate the assembled WCUH29 genome via comparisons with those of 4 known S. aureus strains (GenBank accession numbers AP009324, BA000017, BA000018, and CP001844). Rapid Annotations using Subsystems Technology (RAST) (myRAST version 36) (16) was also used to annotate the genome in order to predict WCUH29-specific genes. The final annotation of WCUH29 includes 3,004 coding genes, 35 rRNA genes, 124 tRNA genes, 2 transfer-messenger RNA (tmRNA) genes, and 2 pathogenic islands.
Data availability. The genome sequence of Staphylococcus aureus WCUH29 has been deposited in NCBI GenBank under the accession number CP039156 and BioProject number PRJNA531521.
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